We report the 4.5-Mbp genome sequences of Sphingobacterium antarcticum 4BY, a psychrophilic bacterium isolated from the soils of Schirmacher Oasis, Antarctica. The draft genome of S. antarcticum strain 4BY consists of 4,566,318 bp with 40.4% G؉C content, 4,234 protein coding genes, and 52 RNAs.
phingobacterium antarcticum 4BY is a Gram-negative, nonspore-forming, straight-rod, nonmotile bacterium isolated from the soils of Schirmacher Oasis, Antarctica (1) . Strain S. antarcticum 4BY is phylogenetically, based on the 16S rRNA gene sequence, closely related to the species Pedobacter piscium (DSM11725) with a sequence similarity of 99.9%. The genome of S. antarcitum strain 4BY was sequenced using Roche 454 (FLX Titanium) pyrosequencing platform. The sequencing yielded 58,988,076 bases in 182,303 reads, which is 14ϫ coverage of the genome. The assembly of the raw sequencing data was performed using GS De Novo Assembler (version 2.8; F. Hoffmann-La Roche Ltd., Switzerland). Assembly yielded 122 contigs, all of which were Ն552 bp, with the largest contig being 323,927 bp in length; 4,566,318 bp (99.54%) were above the quality score of 40, with an average quality score of 63.69. The GϩC content of S. antarcticum strain 4BY was calculated to be 40.4%. The genome annotation was performed using RAST (Rapid Annotation using Subsystem Technology) (2), tRNA was predicted by tRNAscan-SE (v1.23) (3), and rRNA genes were predicted by RNAmmer (v1.2) (4).
The annotation has 4,234 predicted genes, including one 5S rRNA, one 23S rRNA, one 16S rRNA, and 49 tRNA genes. In the annotation there are 105 genes encoding for resistance against antibiotics and toxic compounds including 6 genes for arsenic resistance, 2 genes for zinc resistance, 12 genes for ␤-lactamase resistance, 4 genes for fluoroquinolones resistance, 52 genes for cobalt-zinc-cadmium resistance, and 17 genes for copper homeostasis. There are 121 genes for membrane transport including 92 Ton and Tol transport systems. Several stress response genes (79 genes) were also predicted in the annotation.
The functional comparison of the genome sequence using the SEED framework for comparative genomics (http://www.theseed.org) revealed the closest neighbors of S. antarcticum strain 4BY to be Pedobacter sp. BAL39, Pedobacter heparinus DSM 2366, S. spiritivorum ATCC 33861, and Algoriphagus sp. PR1, with similarity score values of 541, 534, 366, and 326, respectively.
The whole-genome sequencing of S. antarcticum strain 4BY, isolated from the soils of Schirmacher Oasis, Antarctica, will help our understanding of the adaptation of psychrophiles to survive and proliferate at extremely low temperatures.
Nucleotide sequence accession numbers. The draft genome sequence of S. antarcticum strain 4BY has been deposited in DDBJ/EMBL/GenBank under the accession no. JNFF00000000. The version described in this paper is the first version.
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